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2.1 



Input Set: 



Output Set: 



Started: 2008-03-18 17:38:08.824 
Finished: 2 008-03-18 17:38:16.531 

Elapsed: 0 hr(s) 0 min(s) 7 sec(s) 707 ms 
Total Warnings: 134 
Total Errors: 0 
No. of SeqIDs Defined: 312 
Actual SeqID Count: 312 

Error code Error Description 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 

W 213 Artificial or Unknown found in <213> in SEQ ID 



Input Set: 



Output Set: 



Started: 2008-03-18 17:38:08.824 

Finished: 2008-03-18 17:38:16.531 

Elapsed: 0 hr(s) 0 min(s) 7 sec(s) 707 ms 

Total Warnings: 134 

Total Errors: 0 

No. of SeqIDs Defined: 312 

Actual SeqID Count: 312 

Error code Error Description 

This error has occured more than 20 times, will not be displayed 



SEQUENCE LISTING 



<110> Ganymed Pharmaceuticals AG 
TURECI, Ozlem 
SAHIN, Ugur 
HELFTENBEIN, Gerd 
SCHLUTER, Volker 

<120> Identification of Tumour-Associated Cell Surface Antigens 
for Diagnosis and Therapy 

<130> VOS-203 

<140> 10573229 
<141> 2008-03-06 

<15 0> PCT/EP20 04/010 697 
<151> 2004-09-23 

<150> DE 103 44 799.7 
<151> 2003-09-26 

<160> 312 

<170> Patentln Version 3.1 

<210> 1 

<211> 920 

<212> DNA 

<213> Homo sapiens 

<400> 1 

tctgtagagg ggaatggctg ctgtgtcatg ggggtgcatg agcagcccag tggagaggtg 60 

cacttggtga gaaaccgatg cctctgccaa ccacctgcac taacctgctg ggtctgagac 120 

tgagccactt tggaagctga tcttggagca ccagtcaagc ccttagctgg ctgcagccac 180 

agccaacaac aagactgcaa cctcctgggg gatcctgagc cagaatcccc tggctaaatt 240 

gctccttgat tcttaaccca cagaaattgt gtaagacctc catcaggtgt cgacaaggaa 30 0 

gatcccagta gggcaggaga caggagcacc tctgctgtgg ccaatgcagg aatgctggcc 360 

atcattgctt ctgctgggcg actgagaagc atcacccact tccccagaac cttttttacg 420 

tggagtgaaa actttaaggg gctgtccagc taaacctcca acctccagat cccatgccaa 480 

tttctctgct tctgcaaaag gacttcaagt gaaagacatc tgcagctgtg aacgggggta 540 

aaaccctccc tgccccaggc cccaagcaag gatttcccta gcggggagga aggtagaatc 600 

gagagacctc taaccctggg agaggaggga gggaaatctc cgaggaccag ggttatgcaa 660 

caacacaagg gaagtacctg ctgggttctg ggggttgggg aaggaaaatc cctactgccc 72 0 

caagagccag ccccgaaccc aaggcacagc ttatactggc cccggggcct gggggggcac 780 



gaaaaccttg aaaaaggggc gccttcccag cttccccggg ggtaagggct ttacccccca 



840 



gagggggggg gaaaaatccg agtgggatct ttcccaaccg ccgaagacta aaacctttaa 900 
acccccaaag aaaccttcta 920 



<210> 2 

<211> 88 

<212> PRT 

<213> Homo sapiens 

<400> 2 

Arg Arg Phe Leu Trp Gly Phe Lys Gly Phe Ser Leu Arg Arg Leu Gly 
15 10 15 



Lys lie Pro Leu Gly Phe Phe Pro Pro Pro Leu Gly Gly Lys Ala Leu 
20 25 30 



Thr Pro Gly Glu Ala Gly Lys Ala Pro Leu Phe Gin Gly Phe Arg Ala 
35 40 45 



Pro Pro Gly Pro Gly Ala Ser lie Ser Cys Ala Leu Gly Ser Gly Leu 
50 55 60 



Ala Leu Gly Ala Val Gly lie Phe Leu Pro Gin Pro Pro Glu Pro Ser 
65 70 75 80 



Arg Tyr Phe Pro Cys Val Val Ala 
85 



<210> 3 

<211> 22 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Oligonucleotide 

<400> 3 

gcagccacag ccaacaacaa ga 22 



<210> 4 

<211> 25 

<212> DNA 

<213> Artificial Sequence 



<220> 



<223> Oligonucleotide 
<400> 4 

acagcagagg tgctcctgtc tcctg 25 



<210> 5 

<211> 2856 

<212> DNA 

<213> Homo sapiens 

<400> 5 

atggccaaaa gaaatctcag cactgtgaca gagttcattc ttgtagtctt cacagatcac 60 

cctgaactgg cagttccact cttcctagtg tttctcagtt tctatcttgt cacttttctg 120 

gggaatgggg ggatgatcat tctaatccaa gtggatgccc aactccacac ccccgtgtac 180 

ttcttcctga gccaccttgc tttcctggat gcctgctgtg cctcagtaat cacccctcag 240 

attctggcca cactggccac agacaagaca gttatctcct atggctgccg tgctgtgcag 300 

ttctctttct tcaccatatg tgcaggcaca gagtgttacc tgctgtcagt gatggcctat 360 

gaccgctttg ttgccattag caatccactg cactgtaaca tgaccatgac tccaggtacc 420 

tgcagggtct ttttggccag tgccttcatc tgtggggtgt caggggccat tctgcatacc 480 

acgtgcacct tcaccctctc cttctgttgt gacaatcaga tcaacttctt cttctgtgac 540 

ctcccacccc tgctgaagct cgcctgcagc agcatgacac aaactgagat tgtcattctc 600 

ctttgtgcaa aatgcatgtt cctagccaat gtcatggtta tcctgatctg ctacatgctc 660 

attatcagag ccattttgag ggtgaagtcg gcaggaggcc tcctgatagc atctgctcat 720 

ttcgatgcat atgtatatga gacaggcatc aactacaaca cagtttatgg ctcaggaaag 780 

gcagtagggt ggtcctggag gagcctgcgg gaaaccaacc acatgagacc aggaaatact 84 0 

tcaaaacact cagcagccca gctgcatcaa tgcctcatcc agcaagttgg caggtggccc 900 

ttgcagagca tgcccttccc cgtttctgca gggccacctt ataagtcagt gcagcctctc 960 

cctggagacc cccggcctct cctgtgcatc accggattat ttctgacttt gaagatgatg 1020 

gggtgtgggc ccaggaggcc cagggacagg aagtctgact tcttcataaa cacagaccct 1080 

ggtgcagggt caccagaaga acagaggtgt ggatgggaag ggcatccttc ccactcctat 1140 

accctggggc tgtctctgcc agtcaacttc ggcctgaaat gtccatggtg gacactatct 1200 

ggacccccag ctacctgcca acgtccagac ctgcagacac cttctccacc aaaggagata 1260 

tgttcatccg ggctgcgacc ccttacacac agcgctggac cagacagaag tcaagttcca 132 0 

gcagcctccg gagcagccac tatgctgaca aaggggctgc ccgacatcac tgtgggactg 1380 



cagatttatg actcctgcat ctcagggatc caggctctgg ggagcaccct ggccctgctg 1440 

tccaatcagc ttccacccac aaccaactat gcttgtggct cccagcaaca tctcctgggc 1500 

gtggttggag ggatgacctt cctggagtca gagcccatgt ctgagctgct ctccatctac 1560 

agagtccctc agggccaaag actcaccaaa aactttgaag taaaagaact tgtctgcaca 1620 

tatctggtag gacagcttcc ttatggcctg gtcagttatg acaacagcaa ctttgagtgg 1680 

ctggatcagc agctgcagaa gcagatcggg ggcgagggac ttcctgttgg cgctgcgccc 174 0 

agccgtgtag ccaggcaaca gtctgatgag gaagctgtgg gaggagtgca gggatacagg 180 0 

tggtctggat taggggcttc catccaaagt gccagagaag gggcttggca tcgcacaggg 1860 

ctggagaaca tgaccactgc ccacctgtct gccttcaaac ttcctgatct aactgccact 1920 

taccaagcct acctggcagc caaagccctg tgggttgcct atcagaactt gatgtcctgc 1980 

tctgagagag agggaccatt cctgggaggc acgtatgcca atgcatggga agccaggctt 2040 

tctcaggtta acttcaccac caaagcccaa gaagaggttt tcttcgccaa agatggggaa 2100 

gtgctgacaa cgtttgacat taaaaacatc tatgttctcc cagacctgtc aggacagaca 2160 

gccattgttg gacactttga cttcagagca ccttctggaa aagagcttct gttggatgac 2220 

agcgcaattg tctgggcaga aggaccctta aagattagag ctgagagaac cctaagaacc 2280 

aagaccacac agcacctctc acatcccaag ctccaggagt cccttcctct gtctgcaacg 2340 

aaaaacgtcc tgtggaaacc aggaagtcaa ccctatttga gaagtcaaaa tgctgctaca 2400 

aaagccttcc ctgacccaga agagaaatcg caatgtcacc agtttctctt tctcccttca 2460 

gatagtgttg catgtcagaa gtgctctgac aaccagtggc ccaatgtgca gaagggcgag 2520 

tgcatcccca aaacccttga cttcttgttc tatcacaagc cccttgacac agcgttggct 2580 

gtctgcacag ccctgctctt tctccttgcc ctggccatct taggcatctt ccatgttgtc 2640 

tgctcctgtg tctgggtgtc cttcatacct gcccacatgc atgcccacag caaagacacc 2700 

atggccatgg aggtctttgt catcttggca tcagcaggag gcctcatgtc ctccctcttc 2760 

ttttccaaat gctacatcat ccttctccat cctgaaaaga acacaaaaga ccaaatgttt 2820 

ggccggcatc atcgcaagtg ggaaaaactg aagtga 2 85 6 

<210> 6 

<211> 951 

<212> PRT 

<213> Homo sapiens 



<400> 6 



Met Ala Lys Arg Asn Leu Ser Thr Val Thr Glu Phe lie Leu Val Val 
15 10 15 



Phe Thr Asp His Pro Glu Leu Ala Val Pro Leu Phe Leu Val Phe Leu 
20 25 30 



Ser Phe Tyr Leu Val Thr Phe Leu Gly Asn Gly Gly Met lie lie Leu 
35 40 45 



lie Gin Val Asp Ala Gin Leu His Thr Pro Val Tyr Phe Phe Leu Ser 
50 55 60 



His Leu Ala Phe Leu Asp Ala Cys Cys Ala Ser Val lie Thr Pro Gin 
65 70 75 80 



lie Leu Ala Thr Leu Ala Thr Asp Lys Thr Val lie Ser Tyr Gly Cys 
85 90 95 



Arg Ala Val Gin Phe Ser Phe Phe Thr lie Cys Ala Gly Thr Glu Cys 
100 105 110 



Tyr Leu Leu Ser Val Met Ala Tyr Asp Arg Phe Val Ala lie Ser Asn 
115 120 125 



Pro Leu His Cys Asn Met Thr Met Thr Pro Gly Thr Cys Arg Val Phe 
130 135 140 



Leu Ala Ser Ala Phe lie Cys Gly Val Ser Gly Ala lie Leu His Thr 
145 150 155 160 



Thr Cys Thr Phe Thr Leu Ser Phe Cys Cys Asp Asn Gin lie Asn Phe 
165 170 175 



Phe Phe Cys Asp Leu Pro Pro Leu Leu Lys Leu Ala Cys Ser Ser Met 
180 185 190 



Thr Gin Thr Glu lie Val lie Leu Leu Cys Ala Lys Cys Met Phe Leu 
195 200 205 



Ala Asn Val Met Val lie Leu lie Cys Tyr Met Leu lie lie Arg Ala 
210 215 220 



lie Leu Arg Val Lys Ser Ala Gly Gly Leu Leu lie Ala Ser Ala His 

225 230 235 240 



Phe Asp Ala Tyr Val Tyr Glu Thr Gly lie Asn Tyr Asn Thr Val Tyr 
245 250 255 



Gly Ser Gly Lys Ala Val Gly Trp Ser Trp Arg Ser Leu Arg Glu Thr 
260 265 270 



Asn His Met Arg Pro Gly Asn Thr Ser Lys His Ser Ala Ala Gin Leu 
275 280 285 



His Gin Cys Leu lie Gin Gin Val Gly Arg Trp Pro Leu Gin Ser Met 

290 295 300 



Pro Phe Pro Val Ser Ala Gly Pro Pro Tyr Lys Ser Val Gin Pro Leu 
305 310 315 320 



Pro Gly Asp Pro Arg Pro Leu Leu Cys lie Thr Gly Leu Phe Leu Thr 

325 330 335 



Leu Lys Met Met Gly Cys Gly Pro Arg Arg Pro Arg Asp Arg Lys Ser 
340 345 350 



Asp Phe Phe lie Asn Thr Asp Pro Gly Ala Gly Ser Pro Glu Glu Gin 
355 360 365 



Arg Cys Gly Trp Glu Gly His Pro Ser His Ser Tyr Thr Leu Gly Leu 
370 375 380 



Ser Leu Pro Val Asn Phe Gly Leu Lys Cys Pro Trp Trp Thr Leu Ser 
385 390 395 400 



Gly Pro Pro Ala Thr Cys Gin Arg Pro Asp Leu Gin Thr Pro Ser Pro 
405 410 415 



Pro Lys Glu lie Cys Ser Ser Gly Leu Arg Pro Leu Thr His Ser Ala 
420 425 430 



Gly Pro Asp Arg Ser Gin Val Pro Ala Ala Ser Gly Ala Ala Thr Met 
435 440 445 



Leu Thr Lys Gly Leu Pro Asp lie Thr Val Gly Leu Gin lie Tyr Asp 
450 455 460 



Ser Cys lie Ser Gly lie Gin Ala Leu Gly Ser Thr Leu Ala Leu Leu 
465 470 475 480 



Ser Asn Gin Leu Pro Pro Thr Thr Asn Tyr Ala Cys Gly Ser Gin Gin 
485 490 495 



His Leu Leu Gly Val Val Gly Gly Met Thr Phe Leu Glu Ser Glu Pro 
500 505 510 



Met Ser Glu Leu Leu Ser lie Tyr Arg Val Pro Gin Gly Gin Arg Leu 
515 520 525 



Thr Lys Asn Phe Glu Val Lys Glu Leu Val Cys Thr Tyr Leu Val Gly 
530 535 540 



Gin Leu Pro Tyr Gly Leu Val Ser Tyr Asp Asn Ser Asn Phe Glu Trp 
545 550 555 560 



Leu Asp Gin Gin Leu Gin Lys Gin lie Gly Gly Glu Gly Leu Pro Val 
565 570 575 



Gly Ala Ala Pro Ser Arg Val Ala Arg Gin Gin Ser Asp Glu Glu Ala 
580 585 590 



Val Gly Gly Val Gin Gly Tyr Arg Trp Ser Gly Leu Gly Ala Ser lie 
595 600 605 



Gin Ser Ala Arg Glu Gly Ala Trp His Arg Thr Gly Leu Glu Asn Met 

610 615 620 



Thr Thr Ala His Leu Ser Ala Phe Lys Leu Pro Asp Leu Thr Ala Thr 
625 630 635 640 



Tyr Gin Ala Tyr Leu Ala Ala Lys Ala Leu Trp Val Ala Tyr Gin Asn 
645 650 655 



Leu Met Ser Cys Ser Glu Arg Glu Gly Pro Phe Leu Gly Gly Thr Tyr 
660 665 670 



Ala Asn Ala Trp Glu Ala Arg Leu Ser Gin Val Asn Phe Thr Thr Lys 



675 



680 



685 



Ala Gin Glu Glu Val Phe Phe Ala Lys Asp Gly Glu Val Leu Thr Thr 
690 695 700 



Phe Asp lie Lys Asn lie Tyr Val Leu Pro Asp Leu Ser Gly Gin Thr 
705 710 715 720 



Ala lie Val Gly His Phe Asp Phe Arg Ala Pro Ser Gly Lys Glu Leu 
725 730 735 



Leu Leu Asp Asp Ser Ala lie Val Trp Ala Glu Gly Pro Leu Lys lie 
740 745 750 



Arg Ala Glu Arg Thr Leu Arg Thr Lys Thr Thr Gin His Leu Ser His 
755 760 765 



Pro Lys Leu Gin Glu Ser Leu Pro Leu Ser Ala Thr Lys Asn Val Leu 
770 775 780 



Trp Lys Pro Gly Ser Gin Pro Tyr Leu Arg Ser Gin Asn Ala Ala Thr 
785 790 795 800 



Lys Ala Phe Pro Asp Pro Glu Glu Lys Ser Gin Cys His Gin Phe Leu 
805 810 815 



Phe Leu Pro Ser Asp Ser Val Ala Cys Gin Lys Cys Ser Asp Asn Gin 
820 825 830 



Trp Pro Asn Val Gin Lys Gly Glu Cys lie Pro Lys Thr Leu Asp Phe 
835 840 845 



Leu Phe Tyr His Lys Pro Leu Asp Thr Ala Leu Ala Val Cys Thr Ala 
850 855 860 



Leu Leu Phe Leu Leu Ala Leu Ala lie Leu Gly lie Phe His Val Val 
865 870 875 880 



Cys Ser Cys Val Trp Val Ser Phe lie Pro Ala His Met His Ala His 
885 890 895 



Ser Lys Asp Thr Met Ala Met Glu Val Phe Val lie Leu Ala Ser Ala 
900 905 910 



Gly Gly Leu Met Ser Ser Leu Phe Phe Ser Lys Cys Tyr lie lie Leu 



915 



920 



925 



Leu His Pro Glu Lys Asn Thr Lys Asp Gin Met Phe Gly Arg His His 



930 



935 



940 



Arg Lys Trp Glu Lys Leu Lys 



945 



950 



<210> 7 

<211> 22 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Oligonucleotide 

<400> 7 

aggtggtgtg acgctgctgc ta 22 

<210> 8 

<211> 22 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Oligonucleotide 



<210> 9 

<211> 543 

<212> DNA 

<213> Homo sapiens 

<400> 9 

ataaagcggg acaacacaga acttcccagt tacaccaggc atcctggccc aaagtttccc 60 

aaatccaggc ggctagaggc ccactgcttc ccaactacca gctgaggggg tccgtcccga 120 

gaagggagaa gaggccgaag aggaaacatg aacttctatt tactcctagc gagcagcatt 180 

ctgtgtgcct tgattgtctt ctggaaatat cgccgctttc agagaaacac tggcgaaatg 240 

tcatcaaatt caactgctct tgcactagtg agaccctctt cttctgggtt aattaacagc 300 

aatacagaca acaatcttgc agtctacgac ctctctcggg atattttaaa taatttccca 360 



<400> 



8 



tcttcttggg ctttggtggt ga 



22 



cactcaatag ccaggcagaa gcgaatattg gtaaacctca gtatggtgga aaacaagctg 420 



gttgaactgg aacatactct acttagcaag ggtttcagag gtgcatcacc tcaccggaaa 480 
tccacctaaa agcgtacagg atgtaatgcc agtggtggaa atcattaaag acactttgag 540 
tag 543 



<210> 10 

<211> 113 

<212> PRT 

<213> Homo sapiens 

<400> 10 

Met Asn Phe Tyr Leu Leu Leu Ala Ser Ser lie Leu Cys Ala Leu lie 
15 10 15 



Val Phe Trp Lys Tyr Arg Arg Phe Gin Arg Asn Thr Gly Glu Met Ser 
20 25 30 



Ser Asn Ser Thr Ala Leu Ala Leu Val Arg Pro Ser Ser Ser Gly Leu 
35 40 45 



lie Asn Ser Asn Thr Asp Asn Asn Leu Ala Val Tyr Asp Leu Ser Arg 
50 55 60 



Asp lie Leu Asn Asn Phe Pro His Ser lie Ala Arg Gin Lys Arg lie 
65 70 75 80 



Leu Val Asn Leu Ser Met Val Glu Asn Lys Leu Val Glu Leu Glu His 
85 90 95 



Thr Leu Leu Ser Lys Gly Phe Arg Gly Ala Ser Pro His Arg Lys Ser 
100 105 110 



Thr 



<210> 11 

<211> 22 

<212> DNA 

<213> Artificial Sequence 

<220> 

<223> Oligonucleotide 



<400> 11 

gtgtgccttg attgtcttct gg 



22 



<210> 12 

<211> 19 

<212> DMA 

<213> Artificial Sequence 

<220> 

<223> Oligonucleotide 

<400> 12 

cctggctatt gagtgtggg 19 

<210> 13 

<211> 2761 

<212> DNA 

<213> Homo sapiens 



<400> 



13 



ctaggcctca gtctgtctgc atccaggtgc ttattaaaac agtgtgttgc tccacaccgc 



60 



ctcgtgttgt ctgttggcgc gctctccggg ttccaaccaa tgcaagagcc ttggggctgg 



120 



ccctgaaacc tgcgaggggc ttccgtccac gtccccagtg gacctaccac ccctccatct 



180 



gggaaagcag gccacagcag ccggacaaag gaagctcctc agcctctagt cgcctctctg 



240 



tgcatgcaca tcggtcactg atctcgccta ctggcacaga cgtgtttatc ggccaaactg 



300 



ac 



